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Document S4: r/i loci in EGD-e.

Sequences of r/i genes (in bold and red letters) on the corresponding sequences of the intergenic
regions (IGRs). Sequences were deduced from 5° RACE data, length observed on Northern blots,
folding and rho-independent transcription terminator predictions. Rho-independent terminators
are shown for rliF, G, H and I (convergent arrows). In few cases (rliC and D), stem-loops that
might used as transcription terminators are indicated. Sequences provided rnpB, ssrA and ssrS are

predicted from the Rfam database (http://www.sanger.ac.uk/Software/Rfam/index.shtml). The

orientation of the genes is shown by signs “<” and “>”. Location of IGRs refers to the annotation
of the EGD-e genome (Glaser et al. 2001), (see Listilist web site:

http://genolist.pasteur.fr/ListiList/). Transcription start sites are indicated by “+1” and the base

boxed, processing sites are shown by “|” and the base noted by an upper case underlined.
Hexamers —10 (consensus TATAAT) and -35 (consensus TTGACA) of putative RpoD-

dependent promoters are boxed.
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rliA locus: Imo0476 < rliA > Imo0477 >

IGR Location: 513268-514004 - length : 737 bp

Function of flanking genes: /mo0476 (similar to oxetanocin A resistance protein oxrB);
Imo0477 (putative secreted protein)

Comments or specific legend: r/iA sequence is deduced from the mapped transcription start site
and the length observed on Northern blot using a PCR fragment corresponding to the entire IGR

as probe.

tcatattcacctcttttttttaattatatattagcgaacaaatgttttccatgetttceccecce
tagcaattccaattttgctgagaaagtttataaaaaaattactgaaataaccgaagatgce
gattgataaaatgaaaaccagctcaggtggcgttaggctagttcttgttggecggtggtag
tgtgattattctagacgaaatcccgttggtgtatcatctggctaatgcgeccagattgceca

-35
catgaaagttgtggggaatttggtttaagggaagtaaacagftggaaclattccagtcattt

-10 rlia> +1 |
ttftataaagtaatcccplcgtgtataaaaaTacggtttatacacgtgggattatggttcta

tatgaaataggttatttattagaagggttaaatggcttattttatttttcaatgtataaa
attatgtatattgacacaatttgtgttattttgaacataaatttaagtaaatcaattctt
aatgtattgattttcgcctaaaatgggtcgttcatgacaagaatcggacatttcattaca
tttttggttatacattcattttctatgctatggttttagtaggaataactattttggtac
aggaagtaagcttgtagtacatgtatttccttcattagttgccctgtatgatttaccaaa
ttatttttcaaaagcatataagccacaacaagtgaaatactttaaataaatctcatatct

caggaagtgtagctaaa
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Locus rliB : Imo0509 > rliB > Imo0510 >

IGR Location: 544137-544923 - length: 787 bp

Function of flanking genes: /m00509 (similar to phosphoribosyl pyrophosphate synthetase); [mo0510
(putative lipoprotein or membrane associated protein)

Comments or specific legend: the five repeats of 29 nucleotides are underline (blue lines) and

numbered from “I”’ to “V”.

aagaataagcagaaaacagtaacttagtagagttgctgtttttttgttatctgtcgacct
cgagtagcgtgaaaaataccggggatcgacagaaagttgtaaatggttgggggaagggga
atttggcggtatttgcttggggaaatcttccggataagaggagattttagatgttttttg

-35 -10 rliB> +1
gtaggltcgacalgaaatagctctttgaggtaagatigggagtplagaagaaaagttagtgggt

tttagttacttattqtgaaatqtaaatcgataaaaaagatattagtaatttatttgcaat

I
!
ttagttttagttacttattgtqaaatgtaaattgctctcttttgtGtaaagcacatcaag

II

catgtagcgttttagttacttattgtgaaatgtaaatgcgatttttgtcaaagggacagce
III

gatgggttacaagttttaqttacttattgtgaaatgtaaatttaccaccaaagtcecctac
IV

actcaataccaccaaagcgttttagttacttattgtgaaatataaatgaaaacctgttat
\Y

acataggattatctatttccgttataattattccttgcaaataaattccaaaaaacaaac
ccctcattaattgggtctgtttttttgtgaataattatagtcaaacgagcaatctgttaa
caatttagcaataaacgcaataaaaagccgttttttcactatggattgtactataaaaca
taatctacctatgctaaaatttaagggaaggtaagctgaataatacatataaggaggact

ctactat
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Locus rliC : Imol117 > rliC > Imo01118 <

IGR Location: 1154204-1154864 - length: 661 bp

Function of flanking genes: /mol117 (glyoxalase family protein); Imol118 (unknown)

Comments or specific legend: r/iC sequence is deduced from the transcription start site mapped and

the length observed on Northern blot using a PCR fragment corresponding to the entire IGR as probe.

gatttaaataatattatatgatgaacgataacgctaaaacgacggatgaatgattcgtcg

-35 -10 rlic> +1 +1
ttttttgatgttagaaataatgcttaagtggggltaagatfataacaltjtjgtggattaaaata

gatttagtgtatttatacactttgttatgaagggttagttaagtattcttgttgaaaaat
tgaaatttaatattctagaggcaatatttttagattaaagtgataactttttgataacag
caatttgataagagccaaataatatgggaaatatgaattttaaatgcataaaacaacgtc
gaaactaaattaatatgtttaatgttagagttgtcttgctgtgtggaaatagagtgtaat
actcctatttttaaaggctgaaattgtaatcaagtaaattggttgtccattccttttatt

ttagatatcccttcaagtaaatt‘tcataatttacttgaagggataaattatttttatag

ttttaaagagtttttattttttacaaatataatttaatactaaagattcaatgttaagtt
gcaaaatagtcaagaatagatttgtttcaaaattaatttatcatctaatagaaaaaaatt
tcaaattaaataatgattaaatttgtggtaaaactatttttacaaataatcactctgaaa

t
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Locus rliD : rpsO > rliD < pnpA >

IGR Location: 1359103-1359352 - length: 250 bp

Function of flanking genes: rpsO (ribosomal protein S15); pnpA (polynucleotide phosphorylase,
PNPase)

Comments or specific legend: r/iD sequence is deduced from the 5’ ends mapped and the length
observed on Northern blot using a PCR fragment corresponding to the entire IGR as probe. rliD
overlaps the 5’ end of pnpA and is transcribed in the opposite direction. The green box shows the
translation start codon of pnpA. Note that the most upstream 5’ end mapped for RIiD is certainly a
processing site indicating a transcriptional start further upstream. This locus carries sraG gene in E.coli

and closely relative species (Argaman et al., 2001).

aaaaccagacgaaagcgggataccaaaagttcccgettttttttgagtattaactatact

aaattttggaaaacacgccgaagaaatgaaactttatcgcatgaatccaaaaacgtgcgt

—> <
caaaaatttgctatttttagcaggtttttggattcatgtgtgctttagacaatctaaagt

y y !

gtgcgtgaacattcttatgcatggtaaagTttctGgttcgtgtttttcctaatcaaaggh

g_qgtaaaat-tctgaaaaacaagtattttcaacagagtgggcaggtaaaacattatct
pnpA >

gttgaagtaggtcaattagcaaaacaagcaagtggggcagccttaattecgttacggegat
acggttgttttaacagccgcagtaggttctaaaaaaccacgtccaggcgactttttececa

| <rlibD
ttaactGttaactatgaagaaaaaatgtattccgttggtaaagttcccggtggattctta

aaacgtgaaggacgtccaagcgaccgtgctacattaacagcgcgtcttattgaccgtecca

atccgtccg
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Locus rliE : comC < rliE > folC >

IGR Location: 1584638-1584850 - length: 213 bp

Function of flanking genes: comC (similar to B. subtilis late competence protein comC); folC (Folyl-
polyglutamate synthetase)

Comments or specific legend: r/iE overlaps the 5° end of comC and is transcribed in the opposite
direction. No obvious RpoD-dependent promoter can be assigned to r/iE. The green box shows the

translation start site of comC.

aaaaagaaaggaaaaaatggggatgatatgataaaaagcaagtttcttttgacaataatt

rlieE> +1
acactccgagaagcggaataaaaatgattttttcactggaaaacattctcctgcgact@g

aatgaaagacataaataccgcactataaatagctaataaaaagtaaat-ctgtcacct
<comC
cctagttgttaaaaacagaatagcagagacgaaatttttttgcacatagctaaaatcact

|

<
gttccatcttctattgcataacaaaaacacctatttt!attagtggaaaacaggtgtttt

«
tatatattttatcttctgaaaatccttttttagectatttgttecttttttatttetcacag

tatactcgatttattcaaaagta
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Locus rliF : nadA > rliF < lmo2026 >

IGR Location: 2106001-2106329- length: 329 bp

Function of flanking genes: nadA (quinolinate synthetase); [mo2026 (putative peptidoglycan bound
protein with LPXTG motif)

Comments or specific legend: No 5’ end was mapped for rliF'. The sequence provided is speculated

from folding analysis and length observed on Northern blots.

ataaaaaaaacgaaagcaacaactgctttcgtttcagctctataatttataaaagecttet

atttgtcaatctaaattttaatctgtagaacttJgicgagtag%tgctactatcatgact
gaaaagcaactcttttcacaaccaattaatatccaccctagctatacattgaaaaaagtg
tatttacaatgatggttttgggtatattttgggtataccctttttttacatttttgettg

<rliF
cccttgatttaaataaacaaattctccttaaataaaaactaggttgcccatcecttttttet

caagtgggcaacctagttttattatattt



Mandin et al. — ncRNAs in L. monocytogenes and target predictions —Doc.S54

Locus rliG: [mo2302 < rliG < < Imo2303

IGR location: 2386680-2387046 - length: 367 bp
Function of flanking genes: /102302 (unknown); Imo2303 (Gp66 protein of the A118 phage)

— <
tttgcaacacccttttatttttcactataccaaataaaaaccacctgctcaattttcaac
-

agatggaaagggctatatatttaaaaaactggttaacgcaccagtcagcgccacatgegt

gttttacatccagtatggataggatatgagattgaacagaagtgtcgtcatctgttgaga

!

ctagtgcccagatacaaagcctctgeccgggcaaCatagcaatctcectgetatatcatcat

aagattataaatgagaagtggagcgcagactcaatataagattttatttttgtaatcatc

+1 <rliG -10 -35
ttcacttctcacTjaataacfattttatcacctttttttgctcaaaaagtgccagaaaagty

ccatttt
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Locus rliH : Imol150 < rliH > < lmol 151

IGR location: 1181036 - 1181338 - length: 303bp

Function of flanking genes: /mol150 (similar to Salmonella typhimurium pocR transcription
regulator); Imol151 (similar to S. typhimurium pduA gene)

Comments or specific legend: Two transcription start sites were mapped for rliH. No obvious RpoD-
dependant promoter can be assigned to the most upstream one. rliH overlaps the 5 end of Imo1050 and

is transcribed in the opposite direction. The green box shows the translation start site of Imol050.

tactttcttcacaaataacctggccactgagtaaaaatccactaagttggttttcgacaa
cgatagggactgaaaaatcagttaatccggcgtggcatcgataaatcaaaggtttcatcg

rlim> +1
ataaatcaaaggttttccagttttggatg!ttccagtccaccaaacatatcacatttttg

gcaaagggagcgatatttgggattggagcgaataagttggcaaaaaggagtaaagttaca

taatctagaaacttcggtaccgtgtatatctacaacaactgaggctaaactggttgegge

-35 -10
tgagaactcatccatcactttttcaaltgagcatttcgttgcttttggactgtagtihafil
+1 <lmol050

ag!tattcccctttcggcgagacttggcgtgtttctgtcgttcttagtatagcatattta

taatgcgcttacattttcttgeccatgaagataacaatatattgectaagagtaatttcata

agagaatgcccaaaccatgcattactggatggctttttgtcattattttttttgaaggceg

4>
caaaattgtgttaaaaé!cgattcgcgtcttcttttttctatttggaagcggcaactatt

tatattccagattgcatatactgagagagtaaaatacttattttgagaaggaggtacac
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Locus rlil: Imo2760 < rlil< > Imo2761
IGR location: 2841896 — 2842413 - length: 518 bp
Function of the flanking genes: /mo2760 (ABC transporter); [mo2761 (beta-glucosidase)

ttttatcctccgtttatccaaggaagcatggcaaaatgtttcacgtgaaacattttttca
gacaacaaaaaagcgtcagacaagcgcccgacgccaattataagtataatactaatttag

cactatacaaaccgattgcgtgactccatgcttctctcattttttctegttatacagttt

! y !

tttgggcagacttcgccaaTgtaactgcaatAccggaaAaaattgcacggacaatataca
aaaatttagctatactagttcgcgcattcaaaagaaacatgtcatctcacctcecttttceat

+1 <rlir -10 -35

taat]plcatatlagaatalaaggatgctgccccaaaltgtcaattgttctecccaatcacatgea

cgaaacacagcgtttcaactcagaaacttataccattgatgtgaaacacgaacccaaagc
accaaaatctatttaccaattagtcgaaaccgtttacattaataaggcaagcaaaactaa

aacagactaatcgcacataatttttggaggtgccataa

10
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Locus rapB: Imol887 < rnpB < < lmo1888
IGR location: 1961644 —1962225 - length: 589 bp
Function of the flanking genes: /mo1887 (putative RNA methylase); /mol888 (unknown)

ttgtgtcccatcctttaattaaatttctaatgaaaaaaagctgttttaagag
ggggaggtttgttttaaataggcattcaaccaggtcgaacacccaccttaaaacttgege
tccggecttctaaaacagecttcaatgttaaattaaatcctgtaaataacgetetgtaag
ccatgttctgttctttactacgtacagggtaatagtaaagagataaccatctatctgcege
aaaaatacatttgcgcctcgtcccttgttettgattectegggaaaagtgecectaccat
aagtttgagtttctcgctecgtggggtttacctecgtteccacttcecgagecatttetgecgga
acttcgtcactgtggcaccttcaaggttataagaccatatccgaagacttaggtcattca
cctgccgtcaaaccggaaaaccggaatgeccctggettattgtttgaccaggecacgatcac
tacgggcatcacagcaccgtgcgagcatggactttectcectgetttcaaaagaaaacageg

attatccgaacgttattcatttattcttaacttacttatactagcatacctattcgt
<rnpB

11
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Locus ssrS: Imo2443 < ssrA < < Imo2444
IGR location: 2509411 —2510361 - length: 950 bp
Function of the flanking genes: /mo2443 (unknown); Imo2444 (glycosyl hydrolase)

aagcaaacctcctectttggtacatattagcataaaaagttaatgtataaaaaaactget
caagaatggcttttcttcgttttaaataagcaaaaaaatggttttttatagtaattatta
cactttatgtgttgaatttgctctttttagataaatttcacacctatatgtggtcgttat
tcaaaaattattcagtttgtaaatcaaacagcaaaaagcgccataaaacattcatttaaa
actattcatttatcattttttattaattttagtagtaaagaaaaaaattacatttgaatg
gatatgtatatttattcagtccacatggttattctaaaatcgtaattgttttecttgacte
catcgtttagcacccaaataaaaaagtgatgcaaacagcttaacaaagcagcttgtatca
cttttcattatccataaaaatatggagatggtgggagtcgaacccacgtccagaaatatc
ggcacttaaatatctacgagcgtagtcaccgtattagcatttcgcataaacatcggecca
gtaacaggcttccattcagctagtctgattaagctecttctatttaaccecagacggagat
taactagtgtagcccacttagagtgagacccttaccgtagcacatgggecgatgcacggag
gatcagctatgctactgcttattaggcagcgaaagectaggttttgtttttetttgecagt
tattattggctttgacgttgataacgaggacgatcecccccgactcgcaactcaagectcga

actatccctgtcgaatccgtaacatccccagagttaaagtctaacagtagttattataca
<ssrA

ggaaaaaacgaggctttacaaacagaaaaaacttgtgacatagccaaatgcgcaactatt

atttagcatgtcacaagtttcccattaattaatggttattttcactgaat

12



Mandin et al. — ncRNAs in L. monocytogenes and target predictions —Doc.S4

Locus ssrS: Imol513 < sstS << Imol514
IGR location: 1546222—-1546608 - length: 387 bp
Function of the flanking genes: [mol513 (iron-sulfur cofactor synthesis); lmol514 (ATPase, AAA

family domain)

ttttttatcgcgtcctttttttagacgaattecctgttecgecgttaategttt
cttattgtaacagcaatactcctgtaaagtaaagaggaataactcctatttacacgcaaa
aaagaaaccccaatcgtaccgtttaggattcccttecctttgaacccgetcectcaattaaag
caggtgggtgctctgtctaacggtttgcacttcectegtgtgaaggcatgtgegeegegec
ggaactccaagctccctaggtataaaaaattgttcggttcaaaaatatcaggaactatat

cgaatacattagggtttcttttctttatttagaataccataggaaagacgaaatttcaac
<ssrS

gttagcgacttttcatttggcactttttttattet

13
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Document S5 : folding predictions of Rli ncRNAs by MFOLD program.
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